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Score E 

Sequences producing significant alignments: (Bits) Value 

qi 1 199134 07 1 ref I NM_ 001068, 2 1 Homo sapiens topoisomerase (DNA) II 5 0.1 8e-05 D 

qi I 7 3990501 1 ref | XM_534 241 . 2 | PREDICTED: Canis familiaris simi... 50.1 8.e-05 S 

qi I 55619958 | ref | XM _ 516332 . 1 j PREDICTED: Pan troglodytes DNA t... 50.1 8e-05 Wi 

giP^^^ H. sapiens topllb mRNA for topoiso 50,^^^^^^ 8e-05 ffl 

qi I 62087 337 I dbj IAB20887 9.1 I Homo sapiens mRNA for DNA topoiso... 50 . 1 8e-05 B 

qi I 1 8 958738 | q b | AC09 34 1 6 . 2 | Homo sapiens chromosome 3 clone RPll- 50 .1 8e-05 

qi I 38 69369| q b|A F 08 714 9.1 I H STO P2 B0 7 Homo sapiens DNA topoisome... 50 . 1 8e-05 S 

qi I 339809 | qb | M275Q4 . 1 | HUM TOPIIX Homo sapiens topoisomerase type 50. 1 8e-05 D 

qi I 56 5669 97 I qb I A Y6 804 4 9. il Macaca mulatta clone dl2_i20_t7_04 . . . 4 2.1 0.019 

qi I 557 25809 I emb | CR857392 . 1 | Pongo pygmaeus mRNA; cDNA DKFZp4 6... 42.1 0.019 

qi I 618 132 58 | re f | XM_5888 17 . 1 | PREDICTED: Bos taurus similar to... .42,1 0.019 S 

q il 38 3 0534 9[qb|AY30924 0.1 1 Homo sapiens antigen MLAA-4 4 mRNA, co 4 0,1 0.07 5 B 

qi I 324 51609|qb|BC054 541.1 i Mus musculus topoisomerase (DNA) I... 40.1 0.075 Hi 

qil 4 5384179|ref |N M_20 5082 . 1 [ Callus gallus topoisomerase (DNA) I 40.1 0.075 ffl 

qi I 790987 | em b I X 8 64 55 . i| CLDTI2B C . longicaudatus mRNA for DNA t... 4 0 .1 0.075 

qi I 26104 342 I dbj IAK087535. 1 | Mus musculus 0 day neonate eyebal . . . 40.1 0.075 Q 

q il 7 4188145 I dbj |AK1 6304 3.1 | Mus musculus 0 day neonate thymus... 40,1 0.075 

qil 26334166 Idbj IAKQ41054.1 j Mus musculus adult male aorta and... 40. 1 0.075 ffl 

qil 4 64 30223 I emb I CR391 57 8. II Gallus gallus finished cDNA, clone C 40.1 0.075 Hi 

qi|34328147 jref |NM_0094 09.2 I Mus musculus topoisomerase (DNA) II 40,1 0.075 Q 

qil 58331082 |qb|AC1 54 4 52.2 I Mus musculus BAC clone RP24-172H10 fr 4 0.1 0.075 

qi 1 27371304 |qb|BC041106. 1 1 Mus musculus topoisomerase (DNA) I... 40_._1 0.075 Hi 

qij 7 90989 I emb 1X864 56. II CLDTI2B'P C . longicaudatus mRNA for (trunca 4^._1 0.07 5 

qi I 24 63528 Idbj IAB0074 4 6.1 1 Gallus gallus mRNA for DNA topoisomer 40.1 0.075 ffl 

q i I 533330 j dbj | D3804 6 . 1 1 MUST 0 P2B Mouse mRNA for typell DNA top... 10,1 0.075 Hi 

qi I 21907 933 | dbj IAP004 917 . 1 j Lotus corniculatus var. japonicus... 38.2 0.30 

qi I 70952928 | ref | XM_74 0506 . 1 I ATPase, putative (PC000005 . 00 . 0) mR. 36.2 1.2 13 

qi 1 158697561 emb|AJ325362. 1 IHSA325362 Homo sapiens genomic seq. . . 36.2 1.2 

q i I 54 312302 I qb I ACl 021 95. 12 [ Mus musculus chromosome 18, clone... 3±,2 4.7 

qi 151172727 |qb|AY64 94 4 6. 1 1 Canine distemper virus isolate 01-268 34 . 2 4.7 

q i 17 14 80337 | q b | AC166325 . 1 1 Mus musculus BAC clone RP24-421023 . . . 34 ,1 4.7 

q ij 4 9182263 1 qb I AY54 2312. 2 I Canine distemper virus isolate 98-264 34 ,2 4.7 

qi|4 918226i |qb|AY4 66011.2 I Canine distemper virus isolate 98-265 34 .2 4.7 

qi|4 91 7 6956iqb|AY4 45077.2| Canine distemper virus isolate 98-264 31^? 4.7 

qi I 399384 62 | qb | AY4 4 3350 . 1 | Canine distemper virus isolate 00-260 34 .2 4 .7 

qi 18670908 | emb I AL136311 . 7 j Human DNA sequence from clone RP3-... 34 ,2 4 .7 
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4 5267 973| qb|AC135396.3Q | Medicago truncatula clone mth2-33ol8 



58853 I emb 1X65509, 1 1 CDVFP -Canine distemper virus RNA for fusio 



4127 625 I emb I AJ007711 . 1 IC DI7 711 canine distemper virus F gene 



37 625020 | qb IAY395984 . 1 | Canine distemper virus 00-2601 fus. 



37 654 4 50 | qb | AY38 6316> 1 1 Canine distemper virus strain 5804P, 



37 654 441 |qb| AY38 6315. 1 | Canine distemper virus strain 5804, c 



334 38 6 71 1 qb I ACl 198 61. 8 I Mus musculus chromosome 3, clone RP23 



6263 2 845 I q b | AY 9641 14 . 1 1 Canine distemper virus isolate 252. 



62632840 I qb I AY964 112.1 | Canine distemper virus isolate 212. 



62632835 | qb | AY964 110 . 1 | Canine distemper virus isolate 198. 



62632830|qb|AY9641Q8. 1 | Canine distemper virus isolate 181. 



134 43252 I qb I AC016706 . 6 I Homo sapiens BAC clone RP11-215D12 fr 



190707 09 I qb| AF355188. 1 | Canine distemper virus DOG/DK 91C 



14150871 I qb| AF3787 05. 1 1 AF3787 05 Canine distemper virus strain 



118904 31 1 qb| AF222921. 1 1 Sus scrofa DNA topoisomerase II be. 



111 2054 7 I q bl AF305419. 1 | AF 3Q5419 Canine distemper virus, isola 



28261575|q b|A C1377 2 3.51 Homo sapiens chromosome 17, clone 



5733642 |qb I AF164 96 7 , 1 1AF164 9 67 Canine distemper virus strain 



4336906 |qb|AF1121 88 .1 IAF112188 Canine distemper virus fusion 



333504 8 [qb|AF014 953..1 1 AF014 953 Canine distemper virus, comple 



32 3241 | q b|M21 849. 1 | CADFP Canine distemper virus fusion protei 34.2 
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Alignments 



[ Get selected sequences ] Select all Deselect all ) 



> Pqi I 199134 07 1 r ef | NM_001068 . 2 1 MgW Homo sapiens topoisomerase (DNA) II beta 180 J 

Length=5i89 

Score - 50.1 bits (25), Expect = 8e-05 
Identities = 25/25 (100%), Gaps = 0/25 (0%) 
Strand=Plus/Plus 

Query 1 TATTCCCAAACTGGATGATGCTAAT 25 

11 I I I I I I I I I I I I I I I I I I I I I I I 
Sbjct 1359 TATTCCCAAACTGGATGATGCTAAT 1383 

> Pqi I 739 90501 1 ref | XM_534 241 . 2 | Wi PREDICTED: Canis familiaris similar to DNA topoif 



beta isozyme {LOC477044), mRNA 
Length=6874 

Score = 50.1 bits (25), Expect = 8e-05 
Identities = 25/25 (100%), Gaps = 0/25 (0%) 
Strand=Plus/Plus 

Query , 1 TATTCCCAAACTGGATGATGCTAAT 25 

I I M I I I I I I 11 I I I I I I I I I I I I I 
Sbjct 2628 TATTCCCAAACTGGATGATGCTAAT 2652 

> □ qi i 55619958 | ref | XM_5 1 6332 . 1 1 Bl PREDICTED: Pan troglodytes DNA topoisomerase II, 
{LOC4 60~232) , mRNA 
Length=4758 

Score =50,1 bits (25), Expect = 8e-05 
Identities = 25/25 (100%), Gaps = 0/25 (0%) 
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